Introduction

36
Phospholipases are phospholipid hydrolyzing enzymes with multiple roles in biotic and abiotic
37
stress responses of plants as well as in plant growth and development [1] . Phospholipase D (PLD) 38 alpha 1 is a member of D subfamily of phospholipases and it shows the highest expression levels
39
among all twelve PLD members in Arabidopsis [2] . Total PLD activity is substantially decreased in 40
Arabidopsis pldα1 mutant [3] . PLDs utilize preferentially phosphatidylcholine as a substrate which 41 they hydrolyze in Ca 2+ dependent manner [2] . This hydrolysis is accompanied with the production 42 of phosphatidic acid (PA), a second messenger bearing important signalling functions [4] . Absence 43 82 
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We also screened differential proteomes of both mutants for the abundance of protein families,
97
as evaluated by the Blast2Go software using InterPro application ( Figure 3 , Table S2 ). We identified 
108
Further, we classified differential proteomes of pldα1 mutants (combined) using GO annotation
109
analysis. The highest number of the DAPs was assigned to metabolic processes and nitrogen 110 compound metabolic processes. Significant number of DAPs was involved in response to stress as 111 well as establishment of localization ( Figure 4A ). Higher levels of GO revealed that proteins 112 annotated as involved in stress response belong to GO class called response to osmotic stress (Table   113   S3 ). In addition, we also detected deregulation of proteins involved in drought, oxidative and biotic 114 stress response (Table 1 and S1 
137
Proteins classified as involved in establishment of localization account for proteins connected to 138 transport (Table S3 ). This GO annotation gathers proteins involved in transport of molecules or 139 compartments within or between cells (http://amigo.geneontology.org/amigo/term/GO:0006810). In 140 agreement, the GO annotation analysis performed in terms of localization revealed significant 141 numbers of proteins localized to plasmodesmata and Golgi apparatus ( Figure 4B ).
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We have found numerous proteins involved in membrane fusion and transport. They are in 
186
(3-isopropylmalate dehydratase small subunit 3).
187
The most abundant cluster is represented by proteins involved in ribosome biogenesis, which 
346
Protein extraction and trypsin digestion
347
Samples were ground in liquid nitrogen and subjected to phenol protein extraction followed by 
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The spectral data were matched against target and decoy databases for more stringent approach to 
